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SEQUENZPROTOKOLL 



(1) ALLGEMEINE ANGABEN : 

( i ) ANMELDER : 

(A) NAME: Deutsches Krebsf orschungszentrum 

(B) STRASSE : Im Neuenheimer Feld 280 

(C) ORT: Heidelberg 

(E) LAND: Deutschland* 

(F) POSTLEITZAHL: 69120 

(G) TELEFON: 

(ii) BEZEICHNUNG DER ERFINDUNG : Protein zur Inhibierung von Apoptose 
(iii) ANZAHL DER SEQUENZEN: 3 

(iv) COMPUTER- LESBARE FAS SUNG : 

(A) DATENTRAGER: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) BETRIEBSSYSTEM: PC-DOS/MS -DOS 

(D) SOFTWARE: Patentin Release #1.0, Version #1.30 (EPA) 

(v) DATEN DER JETZIGER ANMELDUNG : 

ANMELDENUMMER : PCT/DE9 8 / 0 0 94 0 
(vi) DATEN DER URANMEL.DUNG : 

(A) ANMELDENUMMER: DE 197 13 4 34.3 

(B) ANMELDETAG: Ol-APR-1997 



(2) ANGABEN ZU SEQ ID NO : 1: 

(i) SEQUENZKENNZEICHEN : 

(A) LANGE : 313 Basenpaare 

(B) ART: Nucleotid 

(C) STRANGFORM: Einzelstrang 

(D) TOPOLOGIS: niche bekannt 



(ii) ART DES MOLEKULS : cDNA 
(iii) HYPOTHETISCH : NEIN 
(iv) ANTISENSE: NEIN 



(ix) MERKMAL: 

(A) NAME/SCHLUSSEL: CDS 

(B) LAGE : 3 . .313 

(ix) MERKMAL: 

(A) NAME/SCHLUSSEL: mat_peptide 

(B) LAGE : 3 . .313 



2 



(xi) SEQUENZBESCHREIBUNG : SEQ ID NO : 1: 

AG ACT AGO ATG TCT GCT GAA GTC ATC CAT . GAG GTT GAA GAA GCA GTT 4 7 

Ser Arg Met Ser Ala Glu Val lie His Gin Val Glu Glu Ala Leu 
15 10 15 

GAT ACA GAT GAG AAG GAG ATG CTG CTC TTT TTG TGC CGG GAT GTT GCT 9 5 

Asp Thr Asp Glu Lys Glu Met Leu Leu Phe Leu Cys Arg Asp Val Ala 

20 25 30 

ATA GAT GTG GTT CCA GCT AAT GTC AGG GAG CTT CTG GAT ATT TTA CGG 14 3 

lie Asp Val Val Pro Pro Asn Val Arg Asp Leu Leu Asp lie Leu Arg 
35 40 " 45 

GAA AGA GGT AAG CTG TCT GTC GGG GAC TTG GCT GAA CTG CTC TAG AGA 191 
Glu Arg Gly Lys Leu Ser Val Gly Asp Leu Ala Glu Leu Leu Tyr Arg 
50 " 55 ^ 60 

Isi'G AGG CGA TTT GAC CTG CTC AAA CGT ATC TTG AAG ATG GAC AGA AAA 23 9 

Val Arg Arg Phe Asp Leu Leu Lys Arg lie Leu Lys Met Asp Arg Lys 
65 70 75 

GCT GTG GAG ACC CAC CTG CTC AGG AAC CCT CAC CTT GTT TCG GAC TAT 28 7 

Ala Val Glu Thr His Leu Leu Arg Asn Pro His Leu Val Ser Asp Tyr 
80 85 90 95 

AGA GTG CTG ATG TCA GAG ATT GGT GA 313 
Arg Val Leu Met Ser Glu lie Gly 

100 



(2) ANGABEN ZU SEQ ID NO : 2: 

( i ) SEQUENZKENNZE I CHEN : 
^pr (A) LANGE : 103 Aminosauren 

(B) ART: Aminosaure 
(D) TOPOLOGIE: linear 

(ii) ART DES MOLEKULS : Procein 

(xi) SEQUENZBESCHREIBUNG: SEQ ID NO: 2: 

Ser Arg Met Ser Ala Glu Val lie His Gin Val Glu Glu Ala Leu Asp 
15 10 15 

Thr Asp Glu Lys Glu Met Leu Leu Phe Leu Cys Arg Asp Val Ala lie 
2 0 2 5 3 0 

Asp Val Val Pro Pro Asn Val Arg Asp Leu Leu Asp lie Leu Arg Glu 
35 40 45 



Arg Gly Lys Leu Ser Val Gly Asp Leu Ala Glu Leu Leu Tyr Arg Val 
50 55 ' 60 



Arg Arg Phe Asp Leu Leu Lys Arg lie Leu Lys Met Asp Arg Lys Ala 

65 70 75 80 

Val GlvL Thr His Leu Leu Arg Asn Pro His Leu Val Ser Asp Tyr Arg 

85 90 95 

Val Leu Met Ser Glu lie Gly 
100 



(2) ANGABEN ZU SEQ ID NO: 3: 

(i) SEQUENZKENNZEICHEN: 

(A) LANGE : 1443 Basenpaare 

(B) ART: Nucleotid 

(C) STRANGFORM: Einzelstrang 

(D) TOPOLOGIS: linear 

(ii) ART DES MOLEKULS : cDNA 
(iid) HYPOTHETISCH : NEIN 
(iv) ANTISENSE: NEIN 



(ix) MERKMAL: 

(A) NAME/SCHLUSSEL : CDS 

(B) LAGE : 1 . .14 4 0 



(xi) SEQUENZ3SSCHREIBUNG : SEQ ID NO: 3: 

ATG TCT GCT GAA GTC ATC CAT CAG GTT GAA GAA GCA CTT GAT ACA GAT 

Met Ser Ala Glu Val lie His Gin Val Glu Glu Ala Leu Asp Thr Asp 

5 10 15 

^^iG AAG GAG ATG CTG CTC TTT TTG TGC CGG GAT GTT GCT ATA GAT GTG 

Glu Lys Glu Met Leu Leu Phe Leu Cys Arg Asp Val Ala lie Asp Val 

20 25 * 30 

GTT CCA OCT AAT GTC AGG - GAG CTT CTG GAT ATT TTA CGG GAA AGA GGT 

Val Pro Pro Asn Val Arg Asp Leu Leu Asp lie Leu Arg Glu Arg Gly 

35 40 " 45 

AAG CTG TCT GTC GGG GAG TTG GCT GAA CTG CTC TAG AGA GTG AGG CGA 

Lys Leu Ser Val Gly Asp Leu Ala Glu Leu Leu Tyr Arg Val Arg Arg 

50 " 55 60 



TTT GAC CTG CTC AAA CGT ATC TTG AAG ATG GAG AGA AAA GCT GTG GAG 
Phe Asp Leu Leu Lys Arg lie Leu Lys Met Asp Arg Lys Ala Val Glu 
65 '70 ' 75 80 
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ACC CAC CTG CTC AGG AAC CCT CAC CTT GTT TCG GAG TAT AGA GTG CTG 288 
Thr His Leu Leu Arg Asn Pro His Leu Val Ser Asp Tyr Arg Val Leu 

85 90 95 

ATG GCA GAG ATT GGT GAG GAT TTG GAT AAA TCT GAT GTG TCC TCA TTA 3 3-6 

Met Ala Glu lie Gly Glu Asp Leu Asp Lys Ser Asp Val Ser Ser Leu 
100 105 110 

ATT TtC CTC ATG AAG GAT TAG ATG GGC CGA GGC AAG ATA AGC AAG GAG 3 84 

lie Phe Leu Met Lys Asp Tyr Met Gly Arg Gly Lys lie Ser Lys Glu 
115 120 125 

AAG AGT TTC TTG GAG CTT GTG GTT GAG TTG GAG AAA CTA AAT CTG GTT 43 2 

Lys Ser Phe Leu Asp Leu Val Val Glu Leu Glu Lys Leu Asn Leu Val 
130 135 140 

GCC CCA GAT CAA CTG GAT TTA TTA GAA AAA TGC CTA AAG AAC ATG CAC 4 80 

Ala Pro Asp Gin Leu Asp Leu Leu Glu Lys Cys Leu Lys Asn lie His 
145 150 155 160 

AGA ATA GAC CTG AAG ACA AAA ATC GAG AAG TAG AAG CAG TCT GTT CAA 52 8 

Arg lie Asp Leu Lys Thr Lys lie Gin Lys Tyr Lys Gin Ser Val Gin 

165 170 175 

GGA GCA GGG ACA AGT TAG AGG AAT GTT CTC CAA GCA GCA ATC CAA AAG 576 
Gly Ala Gly Thr Ser Tyr Arg Asn Val Leu Gin Ala Ala lie Gin Lys 
180 185 190 

AGT CTC AAG GAT CCT TCA AAT AAC TTC AGG CTC CAT AAT GGG AGA AGT 624 
Ser Leu Lys Asp Pro Ser Asn Asn Phe Arg Leu His Asn Gly Arg Ser 
195 200 205 

k-'iA GAA CAA AGA CTT AAG GAA CAG CTT GGC GGT CAA CAA GAA CCA GTG 672 
Lys Glu Gin Arg Leu Lys Glu Gin Leu Gly Ala Gin Gin Glu Pro Val 
210 215 220" 

AAG AAA TCC ATT CAG GAA TCA GAA GGT TTT TTG CCT CAG AGC ATA CCT 72 0 

Lys Lys Ser lie Gin Glu Ser Glu Ala Phe Leu Pro Gin Ser lie Pro 
225 230 235 240 

GAA GAG AGA TAG AAG ATG AAG AGC AAG GGC CTA GGA ATC TGC CTG ATA 76 8 

Glu Glu Arg Tyr Lys Met Lys Ser Lys Pro Leu Gly lie Cys Leu lie 

245 250 255 

ATC GAT TGC ATT GGC AAT GAG ACA GAG CTT CTT CGA GAC ACC TTC ACT 816 
lie Asp Cys lie Gly Asn Glu Thr Glu Leu Leu Arg Asp Thr Phe Thr 
260 265 270 
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TCC CTG GGC TAT GAA GTC GAG AAA TTC TTG GAT CTC AGT ATG CAT GGT 8 64 

Ser Leu Gly Tyr Glu Val Gin Lys Phe Leu His Leu Ser Met His Gly 
275 280 285 

ATA TCC CAG ATT CTT GGC CAA TTT GCC TGT ATG CCC GAG CAC CGA GAG 912 
lie Ser Gin lie Leu Gly Gin Phe Ala Cys Met Pro Glu His Arg Asp 
290 295 300 

TAG GAG AGC TTT GTG TGT GTC CTG GTG AGC CGA GGA GGC TCC CAG AGT 96 0 

Tyr Asp Ser Phe Val Cys Val Leu Val Ser Arg Gly Gly Ser Gin Ser 
305 310 315 , 320 

GTG TAT GGT GTG GAT CAG ACT CAC TCA GGG CTC CCC CTG CAT CAC ATG 100 8 

Tv-i xyr Gly Val Asp Gin Thr His Ser Gly Leu Pro Leu His His lie 

3 25 33 0 33 5 

AGG AGG ATG TTC ATG GGA GAT TCA TGC CCT TAT CTA GCA GGG AAG CCA 1056 
Arg Arg Met Phe Met Gly A.sp Ser Cys Pro Tyr Leu Ala Gly Lys Pro 
340 " 345 350 

AAG ATG TTT TTT ATT CAG AAC TAT GTG GTG TCA GAG GGC CAG CTG GAG 1104 
Lys Met Phe Phe lie Gin Asn Tyr Val Val Ser Glu Gly Gin Leu Glu 
355 3 60 365 

GAG AGC AGC CTC TTG GAG GTG GAT GGG CCA GCG ATG AAG AAT GTG GAA 1152 
Asp Ser Ser Leu Leu Glu Val Asp Gly Pro Ala Met Lys Asn Val Glu 
370 375 " 380 

Trn.c AAG GCT CAG AAG CGA GGG CTG TGC ACA GTT CAC CGA GAA GGT GAG 12 0 0 

■i^::-:e Lys Ala Gin Lys Arg Gly Leu Cys Thr Val His Arg Glu Ala Asp 
385 390 395 400 

TTC TTC TGG AGC CTG TGT - ACT GCG GAC ATG TCC CTG CTG GAG CAG TGT 12 4 8 

Phe Phe Trp Ser Leu Cys Thr Ala Asp Met Ser Leu Leu Glu Gin Ser 

405 410 415 

CAC AGC TCA CCA TCC CTG TAG CTG CAG TGC CTC TCC CAG AAA CTG AGA 12 96 

His Ser Ser Pro Ser Leu Tyr Leu Gin Cys Leu Ser Gin Lys Leu Arg 
42 0 425 430 

CAA GAA AGA AAA CGC CCA CTC CTG GAT CTT CAC ATT GAA CTC AAT GGC 13 44 

Gin Glu Arg Lys Arg Pro Leu Leu Asp Leu His lie Glu Leu Asn Gly 
435 440 ^ 445 



TAC ATG TAT GAT TOG AAC AGC AGA GTT TCT GCC AAG GAG AAA TAT TAT 13 9 2 

Tyr Met Tyr Asp Trp Asn Ser Arg Val Ser Ala Lys Glu Lys Tyr Tyr 
450 455 460 



GTC TGG CTG CAG CAC ACT CTG AGA AAG AAA CTT ATC CTC TCC TAC ACA 
Val Trp Leu Gin His Thr Leu Arg Lys Lys Leu lie Leu Ser Tyr Thr 
465 470 475 480 



TAA 



1443 



